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Figure 1A 



1 ATGACAACTCTTGTTCCTGCAACCCTCTCCTTCCTTCTTCTCTGGACCCTGCCAGGGCAG 60 

1MTTLVPATLSFLLLWTLPGQ 20 

6 1 GTCCTCCTCAGGGTGGCCTTGGCAAAAGAGGAAGTCAAATCTGGAACCAAGGGGTCCCAG 120 

21VLLRVALAKEEVKSGTKGSQ 40 



121 CCCATGTCCCCCTCTGATTTCCTAGACAAACTTATGGGGCGAACATCTGGATATGATGCC 180 
41PMSPSDFLDKLMGRTSGYDA 60 



181 AGGATTCGGCCCAATTTTAAAGGCCCACCCGTGAACGTGACCTGCAACATCTTCATCAAC 2 4 0 
61 RI RPNFKGPPVNVTCNI FIN 80 



241 AGTTTCAGCTCCGTCACCAAGACCACAATGGACTACCGGGTGAATGTCTTCTTGCGGCAA 300 
81 S FS SVTKT T MDYRVNV FL RQ 100 



CAGTGGAATGACCCACGCCTGTCCTACCGAGAATATCCTGATGACTCTCTGGACCTCGAT 3 60 

QWNDPRLSYREYPDDSLDLD 120 

CCCTCCATGCTGGACTCTATCTGGAAGCCAGACCTCTTCTTTGCTAATGAGAAAGGGGCC 4 20 

PSMLDSIWKPDLFFANEKGA 140 



AACTTCCATGAGGTGACCACGGACAACAAGTTACTGCGCATCTTCAAGAATGGGAATGTG 4 80 
NFHEVTTDNKLLRI FKNGNV 160 



CTGTACAGCATCAGGCTGACCCTCATTTTGTCCTGCCTGATGGACCTCAAGAACTTCCCC 5 4 0 
LYS I RLTLI LSCLMDLK N FP 180 



AT GG AC AT CC AG AC C T G C AC GAT GC AGC T T GAG AGC TTTGGCT AC ACC AT G AAAGACC T C 600 

MDIQTCTMQLES jF G Y| T M K D L 200 

601 GTGTTTGAGTGGCTGGAAGATGCTCCTGCTGTCCAAGTGGCTGAGGGGCTGACTCTGCCC 660 

201 VFEWLEDAPAVQVAEGLTLP 220 



661 CAGTTTATCTTGCGGGATGAGAAGGATCTAGGCTGTTGTACC AAGCACTACAACA CAGGG 7 2 0 

221 QFT LRDEKDLGCCT % 7U V N~ % G 240 

7 21 AAATTCACCTGCATCGAGGTAAAGTTTCACCTGGAACGGCAGATGGGCTACTATCTGATT 7 80 

241 KFTCIEVKFHLERQ M G Y Y L I 260 



781 CAGATGTACATCCCCAGCCTACTCATCGTCATCCTGTCCTGGGTCTCCTTCTGGATCAAC 84 0 

261 OMYIPSLLIVILSWVSFWIN 280 

841 ATGGATGCTGCCCCTGCCCGTGTGGGCCTGGGCATCACCACCGTGCTCACCATGACCACC 900 

281 M D A A P A R VGLGITTVLTMTT 300 
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Figure IB 

901 CAGAGCTCTGGCTCCCGGGCCTCTTTGCCTAAGGTGTCCTACGTGAAGGCAATCGACATC 960 

301 O S S G S RASLPKVSYVKAI D I 320 

961 TGGATGGCTGTGTGTCTGCTCTTTGTGTTCGCTGCCTTGCTGGAGTATGCTGCCATAAAT 1020 

321 WMAVCLLFVFAALLEYAAIN 340 



1021 TTTGTTTCTCGTCAGCATAAAGAATTCATACGACTTCGAAGAAGGCAGAGGCGCCAACGC 1080 

341 F V S RQHKEFIRLRRRQRRQR 360 

1081 TTGGAGGAAGATATCATCCAAGAAAGTCGTTTCTATTTCCGTGGCTATGGCTTGGGCCAC 114 0 

361 LEEDI IQESRFYFRGYGLGH 380 

1141 TGCCTGCAGGCAAGAGATGGAGGTCCAATGGAAGGTTCTGGCATTTATAGTCCCCAACCT 1200 

381 CLQARDGGPMEGSGIYSPQP 400 

5 n ...... 

j ' 1201 CCAGCCCCTCTTCTAAGGGAAGGAGAAACCACGCGGAAACTCTACGTGGACTGAGCCAAG 12 60 

jjl 401 PAPLLREGETTRKLYVD 417 

W ...... 

\pi 1261 AGAATTGACACCATCTCCCGGGCTGTCTTCCCTTTCACTTTCCTCATCTTCAATATCTTC 1320 

m 

..... 

|p 1321 TACTGGGTTGTCTATAAAGTGCTACGGTCAGAAGATATCCACCAGGCTCTGTGAATAGGG 138 0 

! j 

■in ...... 

jfj 1381 TGGGAGCTATAGAGTCCTGCTGCTGGCCTCCTGCTTCCTCCTGGGTGGGCTTTCTCCCTC 14 4 0 

Ink 

Ul 14 41 AGTTAGACTCCATTAGGGGTTTGGACAGTTGCTTCCTGATCTCCCACTCAGAACTTCAAC 1500 



m 



1501 TACCAGTCCCAAAGCTATGTGGGCCTATATTGCATGGTGCCAATGGTGGCTGTACTTATA 1560 



1561 AAGATGGCTTATCTACCCTAGTCCATATTTTCTCCATACTTTCCCATTTCTCATGAGACT 1620 



1621 AAGGTTTGGCCACATTCCTGGGGCCAGGATGACCTTCTGCCCTTGCTGGAGCCTCCCTGT 168 0 

1681 TTTCCAATACTCCAGTGGAGAGTATTCAGAACACTGCTGCTAGATTCTGGCATTTGTCAT 17 4 0 

17 41 CTTAATCTGCACCACTTCTCCCCCTGCCACCTCCCACCCAGAGCCTGGCCATTACTCTGT 1800 

1801 CCTCTGTCCCTCCTGCTGCAGATTCAAATGGTGAGTTTCTCCTATCCACAAGTGCTGCCC 18 60 

1861 TGTGGGGCCTAGTCAGGTTTCCTTGAAGTGAGAGGAAGGCAAAGCCGCAAGTTCCCCACC 1920 



1921 



TCTCGAGAGGGTTGGAACAGTCATAGGCTGCACTGGGCTAGCGACTATATGGCCCAACAG 1980 
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Figure 1C 

1981 AGAGGTGTTCAAGTCTCTTGGGAAGCCCCACACTTTGTCTTCATCCCTTTTCCTATTGCG 204 0 

2041 CTTGTCTGCTCTTTCCTGTTCACTGAGATACTCCTCTTGTCTGTCTCTTAGTTTTGAGGA 2100 

2101 GAGCGTTCTGAGCTGACCAGGGTAGCTGGTTCAGAAATTACTGTCAGAATTGGGGCAGAG 2160 

2161 ACTTTGGGTTCTCAAAAAGACTAACCTTCCAGATCCACCTGAACATTCTGGTCTCAGAAA 2220 

2221 TATTCGTTCCGTTCCCTAATTAACTAGCATGGTGGCAGGATCTGTTGGACAGCTGGGGAG 2280 

2281 TGTAAAAAAAGAAAAATACTTGTTCTTTAAGAAACTTACTTTATGATGCTAGAAAACTTT 234 0 

2341 TGAGAAAAGTGAGATCCAAGGTAGTGGAACCCAGGAGGAGTAGAATAGAGAAACTATTCT 24 00 

■O 24 01 CAGAGTGTCTTTTGTTGGCTGGGCTTTCATTTGTTTCTTCTTTCTCACCAAAGTCTATTT 2 4 60 

it** 

\\ . . . 

ifl 24 61 TCCAGGGCCCTTCATTTCCAACCTGGTCTTTCACCTCCTTTTGGTGTGCAAATAAAGGTG 2520 

m 
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Q 
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\ fa':': 

tip:*? 
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2521 CCGCTGCAACCTTGTTAAGGATAAAAAAAAAAAAAAAAAAAAAAA 2565 
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Figure 2A 



1 ATGACAACTCTTGTTCCTGCAACCCTCTCCTTCCTTCTTCTCTGGACCCTGCCAGGGCAG 60 

1MTTLVPATLSFLLLWTLPGQ 20 

61 GTCCTCCTCAGGGTGGCCTTGGCAAAAGAGGAAGTCAAATCTGGAACCAAGGGGTCCCAG 120 

21VLLRVALAKEEVKSGTKGSQ 40 



121 CCCATGTCCCCCTCTGATTTCCTAGACAAACTTATGGGGCGAACATCTGGATATGATGCC 180 
41 PMSPSDFLDKLMGRTSGYDA 60 



181 AGGATTCGGCCCAATTTTAAAGGCCCACCCGTGAACGTGACCTGCAACATCTTCATCAAC 24 0 
61RIRPNFKGPPVNVTCNI FIN 80 



2 41 AGTTTCAGCTCCGTCACCAAGACCACAATGGACTACCGGGTGAATGTCTTCTTGCGGCAA 300 
81 SFSSVTKTTMDYRVNVFLRQ 100 
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301 CAGTGGAATGACCCACGCCTGTCCTACCGAGAATATCCTGATGACTCTCTGGACCTCGAT 3 60 

101 QWNDPRLSYREYPDDSLDLD 120 

361 CCCTCCATGCTGGACTCTATCTGGAAGCCAGACCTCTTCTTTGCTAATGAGAAAGGGGCC 4 20 

121 PSMLDSIWKPDLFFANEKGA 140 
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4 21 AACTTCCATGAGGTGACCACGGACAACAAGTTACTGCGCATCTTCAAGAATGGGAATGTG 4 8 0 
141 NFHEVTTDNKLLRI FKNGNV 160 



4 81 CTGTACAGCATCAGGCTGACCCTCATTTTGTCCTGCCTGATGGACCTCAAGAACTTCCCC 54 0 
161 LYSIRLTLILSCLMDLKNFP 180 



541 AT GG AC AT C C AG AC G T GC AC GAT G C AG C T T GAG AG C T C AT CC AT AC T C T G C AGC C C T C T G 600 
181 MDIQTCTMQLESSSILCSPL 200 



601 CCATCTCTGTCACTTTCAGTT GGCTA CACCATGAAAGACCTCGTGTTTGAGTGGCTGGAA 660 
201 P S L S L S V H9 TMKDLVFEWLE 220 



661 GATGCTCCTGCTGTCCAAGTGGCTGAGGGGCTGACTCTGCCCCAGTTTATCTTGCGGGAT 7 20 

221 DAPAVQVAEGLTLPQFI LRD 240 

721 G AG AAG GAT C T AGGC T G T T G T ACC AAG C AC T AC AAC A C AGGG AAAT T C ACC TG C AT C GAG 7 8 0 

241 EKDLGCCT ■f^Bl G K F T C I E 260 



7 81 GTAAAGTTTCACCTGGAACGGCAGATGGGCTACTATCTGATTCAGATGTACATCCCCAGC 8 4 0 
261 VKFHLERQ MGYYLIOMYI PS 280 



841 CTACTCATCGTCATCCTGTCCTGGGTCTCCTTCTGGATCAACATGGATGCTGCCCCTGCC 900 
281 LLIVILSWVSFWINM D A A P A 300 



D0079 NP 




Figure 2B 



901 CGTGTGGGCCTGGGCATCACCACCGTGCTCACCATGACCACCCAGAGCTCTGGCTCCCGG 
301- R VGLGITTVLTMTTOSSGS R 



961 GCCTCTTTGCCTAAGGTGTCCTACGTGAAGGCAATCGACATCTGGATGGCTGTGTGTCTG 
321 ASLPKVSYVKAID I W M A V C L 



1021 CTCTTTGTGTTCGCTGCCTTGCTGGAGTATGCTGCCATAAATTTTGTTTCTCGTCAGCAT 

341 LFVFAALLEYAAINFVS R Q H 

1081 AAAGAATTCATACGACTTCGAAGAAGGCAGAGGCGCCAACGCTTGGAGGAAGATATCATC 

361 KEFIRLRRRQRRQRLEEDII 



1141 CAAGAAAGTCGTTTCTATTTCCGTGGCTATGGCTTGGGCCACTGCCTGCAGGCAAGAGAT 

381 QESRFYFRGYGLGHCLQARD 

1201 GGAGGTCCAATGGAAGGTTCTGGCATTTATAGTCCCCAACCTCCAGCCCCTCTTCTAAGG 

401 GGPMEGSGI YSPQPPAPLLR 

12 61 G AAG G AG AAAC C AC G C G G AAAC T C T AC G T G G AC T GAG C C AAG A G AAT T G AC AC CAT C T C C 

421 EGETTRKLYVD 

1321 CGGGCTGTCTTCCCTTTCACTTTCCTCATCTTCAATATCTTCTACTGGGTTGTCTATAAA 

1381 GTGCTATGGTCAGAAGATATCCACCAGGCTCTGTGAATAGGGTGGGAGCTATAGAGTCCT 

14 41 GCTGCTGGCCTCCTGCTTCCTCCTGGGTGGGCTTTCTCCCTCAGTTAGACTCCATTAGGG 
1501 GTTTGGACAGTTCCTTCCTGATCTCCCACTCAGAACTTCAACTACCAGTCCCAAAGCTAT 

15 61 GTGGGCCTATATTGCATGGTGCCAATGGTGGCTGTACTTATAAAGATGGCTTATCTACCC 



1621 TAAAAAAAAAAAAAAAAAAA 1640 
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Figure 3A 
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Figure 3B 
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Figure 4 
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Figure 5 

Gl 934 909_00 1 MTTLVPATLS FLLLWTLPGQVLLRVALAKEEVKSGTKGSQPMS PS DFLDKLMGRTSGYDA 
cloneE3 MTTLVPATLS FLLLWTLPGQVLLRVALAKEEVKSGTKGSQPMS PS DFLDKLMGRTSGYDA 

Clone D8 MTTLVPATLS FLLLWTLPGQVLLRVALAKEEVKSGTKGSQPMS PS DFLDKLMGRTSGYDA 

★★★★******************************************************^ 

G1934 909_001 RIRPNFKGPPVNVTCNIFINSFSSITKTTMACWAPGNGNVSEGPISAPSQDYRVNVFLRQ 

CloneE3 RIRPNFKGPPVNVTCNIFINSFSSVTKTTM DYRVNVFLRQ 

cloneD8 RIRPNFKGPPVNVTCNIFINSFSSVTKTTM DYRVNVFLRQ 

*★++*★**★*★★**★***★*****.***** : : .: t . ********** 

Gl 934 909_00 1 QWNDPRLS YREYPDDSLDLDPSMLDSI WKPDLFFANEKGANFHEVTTDNKLLRI FKNGNV 

cloneE3 QWNDPRLS YREYPDDSLDLDPSMLDSI WKPDLFFANEKGANFHEVTTDNKLLRI FKNGNV 

CloneD8 QWNDPRLSYREYPDDSLDLDPSMLDSIWKPDLFFANEKGANFHEVTTDNKLLRI FKNGNV 

*******★*★★*********************+********** 

G1934 909_001 LYSIRLTLILSCLMDLKNFPMDIQTCTMQLES FGYTMKDLVFEWLE 

cloneE3 LYSIRLTLILSCLMDLKNFPMDIQTCTMQLES FGYTMKDLVFEWLE 

cloneD8 LYSIRLTLILSCLMDLKNFPMDIQTCTMQLESSSILCSPLPSLSLSVGYTMKDLVFEWLE 
*★*****★*★**★*★★*★★****★★**★★*★* ★★★★★******** 

G1934 909_001 DAPAVQVAEGLTLPQFILRDEKDLGCCTKHYNTGKFTCIEVKFHLERQMGYYLIQMYIPS 
cloneE3 DAPAVQVAEGLTLPQFILRDEKDLGCCTKHYNTGKFTCIEVKFHLERQMGYYLIQMYI PS 

cloneD8 DAPAVQVAEGLTLPQFILRDEKDLGCCTKHYNTGKFTCIEVKFHLERQMGYYLIQMYIPS 
****************************************************** 

G1934 909_001 LLIVILSWVSFWINMDAAPARVGLGITTVLTMTTQSSGSRASLPK 

cloneE3 LLIVILSWVSFWINMDAAPARVGLGITTVLTMTTQSSGSRASLPKVSYVKAIDIWMAVCL 

cloneD8 LLIVILSWVSFWINMDAAPARVGLGITTVLTMTTQSSGSRASLPKVSYVKAIDIWMAVCL 
********************************************* 

G1934909_001 

cloneE3 LFVFAALLEYAAINFVSRQHKEFIRLRRRQRRQRLEEDIIQESRFYFRGYGLGHCLQARD 
cloneD8 LFVFAALLEYAAINFVSRQHKEFIRLRRRQRRQRLEEDIIQESRFYFRGYGLGHCLQARD 



G1934909_001 

cloneE3 GGPMEGSGIYSPQPPAPLLREGETTRKLYVD 
cloneD8 GGPMEGSGIYSPQPPAPLLREGETTRKLYVD 
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Figure 6. 
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human glycine receptor alpha- 1 
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gi|4504019 


76.8% 


82.2% 


human glycine receptor alpha 3 
subunit 


gi|5729844 


84.4% 


78.7% 


mouse glycine receptor subunit 
alpha 4 protein 


gi|8 17957 


97% 


96% 


human glycine receptor alpha 2 
subunit 


gi|4504021 


80.6% 


86.5% 
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human glycine receptor alpha- 1 
subunit 


gi|4504019 


76.5% 


82% 
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human glycine receptor alpha 3 
subunit 


gi|5729844 


78.5% 


84.2% 
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mouse glycine receptor subunit 
alpha 4 protein 


gi|817957 


95.8% 


96.7% 


human glycine receptor alpha 2 
subunit 


gi|4504021 


80.3% 


86.2% 
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Figure 7 



Atgacaactcttgttcctgcaaccctctcctt.ccttcttctctggaccctgccagggcaggtcctcctcagggtggcct 
tggcaaaagaggaagtcaaatctggaaccaaggggtcccagcccatgtccccctctgatttcctagacaaacttatggg 
gcgaacatctggatatgatgccaggattcggcccaattttaaaggcccacccgtgaacgtgacctgcaacatcttcatc 

aacagtttcagctccatcaccaagaccacaatggcttgctgggcccctgggaatggcaatgtttctgaagggcccatat 
ctgcaccctcccaggactaccgggtgaatgtcttcttgcggcaacagtggaatgacccacgcctgtcctaccgagaata 
tcctgatgactctctggacctcgatccctccatgctggactctatctggaagccagacctcttctttgctaatgagaaa 
ggggccaacttccatgaggtgaccacggacaacaagttactgcgcatcttcaagaatgggaatgtgctgtacagcatca 
ggctgaccctcattttgtcctgcctgatggacctcaagaacttccccatggacatccagacctgcacgatgcagcttga 
gagctttggctacaccatgaaagacctcgtgtttgagtggctggaagatgctcctgctgtccaagtggctgaggggctg 
actctgccccagtttatcttgcgggatgagaaggatctaggctgttgtaccaagcactacaacacagggaaattcacct 
gcatcgaggtaaagtttcacctggaacggcagatgggctactatctgattcagatgtacatccccagcctactcatcgt 
catcctgtcctgggtctccttctggatcaacatggatgctgcccctgcccgtgtgggcctgggcatcaccaccgtgctc 
accatgaccacccagagctctggctcccgggcctctttgcctaag (SEQ ID NO: 9) 
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